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ABSTRACT
A human yeast artificial chromosome (YAC) library was screened by
polymerase chain reaction with oligonucleotide primers defined for DNA
sequences of the BCR gene and the protooncogenes c-raf-1, c-fms, and
c-erbB-2. Alu-PCR-generated human DNA sequences were obtained from
the respective YAC clones and used for fluorescence in situ hybridization
experiments under suppression conditions. After chromosomal in situ
suppression hybridization to GTG-banded human prometaphase chro
mosomes, seven of nine initially isolated YAC clones yielded strong
signals exclusively in the chromosome bands containing the respective
genes. Two clones yielded additional signals on other chromosomes and
were excluded from further tests. The band-specific YACs were success
fully applied to visualize specific structural chromosome aberrations in
peripheral blood cells from patients with myelodysplasia exhibiting
del(5)(ql3q34), chronic myeloid leukemia and acute lymphocytic leuke
mia with t(9;22Xq34;qll), acute promyelocytic leukemia (M3) with
t<I5;l7)(i|22;<|21 ), and in a cell line established from a proband with the
constitutional translocation t(3;8Xpl4.2;q24). In addition to the analysis
of metaphase spreads, we demonstrate the particular usefulness of these
YAC clones in combination with whole chromosome painting to analyze
specific chromosome aberrations directly in the interphase nucleus.
INTRODUCTION
Specific chromosomal anomalies play a role in initiation and
progression of neoplastic diseases. The unequivocal diagnosis
of such aberrations using chromosome banding techniques,
however, often suffers from a lack of mitotic tumor cells. In
addition, the quality of chromosome spreads is often not suffi
cient for detailed cytogenetic analyses of the affected chromo
somes, and it remains doubtful whether the results of such
analyses are representative for the whole tumor cell population.
Recent improvements of fluorescence in situ hybridization have
provided a tool to visualize chromosome aberrations of interest
in tumor cells at all stages of the cell cycle. Libraries from
sorted human chromosomes have been used for CISS3 hybrid
ization to "paint" whole chromosomes in tumor cells (1-3),
while individual DNA clones have been applied to delineate
breakpoint regions with high resolution (4-8). YAC clones (9),
which span several hundred kilobases within a chromosome
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region of interest, provide an ideal tool for such studies (10-
13). Recently, Alu-PCR (14) has been applied as a rapid means
to amplify human DNA sequences from YAC clones with
complexities which generally yield strong signals both on met
aphase spreads and in interphase nuclei (15). General use of
such clones in tumor cytogenetics, however, is still limited by a
lack of appropriate YACs.
In this study we have screened a YAC library for clones
containing the BCR gene and the human protooncogenes c-raf-
1, c-fms, and c-erbB-2. Nine clones were isolated which con
tained the expected sequences from the respective genes. After
CISS hybridization seven of these clones showed signals exclu
sively within the expected bands of GTG-banded prometaphase
chromosomes. We demonstrate that these clones can be used
with high reliability for the detection of structural chromosome
aberrations in patients with various hematological diseases and
constitutive chromosome translocations, respectively, at all
stages of the cell cycle. Double color CISS hybridization of
YAC clones in combination with whole chromosome painting
libraries was used to facilitate the mapping of clones with
respect to the localization of the breakpoint in individual
tumors.
MATERIALS AND METHODS
Human Cells. Metaphase spreads and interphase nuclei were pre
pared from phytohemagglutinin-stimulated normal male and female
human blood lymphocytes, from Epstein-Barr virus-transformed lym
phocytes of a proband carrying the translocation t(3;8)(pl4.2;q24), and
from nonstimulated lymphocytes of patients with various hematological
diseases, including CML and ALL with t(9;22)(q34;qll), acute pro
myelocytic leukemia (M3) with t(15;17)(q22;q21), and myelodysplasia
with del(5)(ql3q34). Metaphase chromosome spreads were prepared
using standard techniques of Colcemid treatment, hypotonie treatment,
and methanol/acetic acid fixation. Conventional chromosome analyses
were performed in GTG-banded metaphase spreads. For high resolu
tion mapping, prometaphase chromosomes were obtained by the meth-
otrexate synchronization technique described by Yunis (16). Prepara
tions were stored in 70% ethanol at 4Â°Cuntil use. Prometaphase
chromosome spreads were GTG banded, photographed with a black
and white film (AgfaOrtho), and postfixed as described by Klever et al.
(17) prior to use in CISS hybridization experiments.
DNA Library Probes. Bacteriophage libraries from sorted human
chromosomes were obtained from the ATCC (chromosome 3,
LA03NS02; chromosome 5, LA05NS01) (18). The plasmid library
from sorted human chromosomes 17 was a generous gift from Dr. Joe
Gray, University of California, San Francisco (19). Bacteriophage
libraries were amplified in liquid culture using EscherÃ¬chiacoli LE 392
as the bacterial host. DNA from bacteriophage and plasmid libraries
was purified as described by Maniatis et al. (20).
PCR Screening of Human YAC Clone Library. Oligonucleotide
primers defined for the amplification of DNA sequences of the pro
tooncogenes c-raf-1 (21), c-fms (22), and c-erbB-2 (23) and for an
intron-exon junction region of the BCR gene (24) were used for PCR
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screening of the Washington University human YAC library as de
scribed previously (25).
c-raf-1
RAF1:5'AGA GOT GAT CCG AAT GCA GGA 3'
RAF2:5'TCA ATG GAA GAC AGG ATC TGA 3'
Predicted length of amplification product, 611 base pairs
c-fms
FMS1: 5'TTC TGC TGA GGA GTT GAC GAC 3'
FMS2: 5'CTT GGT GTG GCC AGC CAA TGC 3'
Predicted length of amplification product, 690 base pairs
c-erbB-2
ERB1:5'GAC ACC TAC CGC AGA GAA CCC 3'
ERB2:5'GTA CAA AGC CTG GAT ACT GAC 3'
Predicted length of amplification product, 510 base pairs
BCR gene
BCR1: 5' GAC ACT CGC TTA CCT TOT GC 3'
BCR2: 5' GAC GAT GAC ATT CAG AAA CC 3'
Predicted length of amplification product, 183 base pairs
PCR of human genomic DNA with these primer pairs showed
specific amplification products of the predicted length. Clones identi
fied in the appropriate filters by colony hybridization were grown and
confirmed by colony PCR (26).
Molecular Characterization of YAC Clones. Methods for the growth
of YAC-containing yeast strains, the preparation of DNA for conven
tional and PFGE, and Southern analysis of DNA have been described
previously (9, 27). PCR products to be used as probes were purified
using polyacrylamide gel electrophoresis as described previously (25).
DNA probes for RAF-1, BCR, FMS, and ERBB2 were obtained from
the ATCC (Accession nos. 41050, 59120, 41017, and 57584, respec
tively). The DNA probes were labeled radioactively (32P) using the
random-hexamer priming method of Feinberg and Vogelstein (28).
Aiu-PCR Amplification of YAC Clones, CISS Hybridization, and
Probe Detection. For CISS hybridization human sequences were gen
erated by Alu-PCR amplification from the YAC clones as described in
detail elsewhere (15). Briefly, agarose plugs prepared for pulsed field
gel electrophoresis containing individual YAC clones were equilibrated
in PCR buffer [10 HIMTris-HCl (pH 8.4), 50 HIMKC1, 1.5 mM MgCl2,
0.001% gelatin]. After careful equilibration, plugs were melted for 5
min at 70Â°C,and an aliquot equivalent to approximately 100 ng of
genomic YAC clone DNA was added to the Alu-PCR assay using the
primer pair as follows: CL1: 5' TCC CAA ACT GCT GGG ATT ACA
G 3'; CL2: 5' CTG CAC TCC AGC CTG GG 3' (15). Each primer
was used at a concentration of 0.25 MMin a total volume of 100 M!of
PCR buffer containing 250 MMof each of the four nucleotides and 2.5
units of Taq polymerase (Perkin Elmer/Cetus). After initial denatura-
tion at 96Â°Cfor 3 min, 30 cycles of PCR were carried out with
denaturation at 96Â°Cfor 1 min, annealing at 37Â°Cfor 30 s, and
extension at 72Â°Cfor 6 min. Ten-Mi aliquots of amplified DNA se
quences were fractionated by gel electrophoresis. Alu-PCR amplifica
tion products were labeled with biotin-11-dUTP using standard nick
translation procedures (29). DNA library probes (see above) were nick
translated with digoxigenin-11-dUTP.
Chromosome preparations were pretreated with RNase A and pep
sin, postfixed for 10 min in 3% paraformaldehyde, and stored in 70%
ethanol overnight (8). CISS hybridization and detection of YAC probes
with FITC conjugated to avidin were carried out as described previously
(30) with the following modifications. For hybridization, 100 to 150 ng
of the Alu-PCR-amplified YAC DNA were used as a probe after
preannealing with various amounts (30 to 100 ng) of an unlabeled Coti
DNA fraction (BRL/Life Technologies; Catalogue No. 5279SA). The
signals were amplified once (31). In two-color CISS hybridization
experiments with biotinylated YAC probes and digoxigenin-labeled
library probes, the latter were detected by indirect immunofluorescence
using mouse antidigoxin (Sigma) and goat anti-mouse Ig-TRITC
(Sigma). After FITC signal detection, cells were counterstained with
1 Me/ml of DAPI and 0.2 Mg/ml of propidium iodide. In two-color
CISS hybridization experiments DAPI was used as the only counter-
stain. Cells were mounted in fluorescence antifading buffer (1 mg of p-
phenylendiamine in 1 ml of glycerine buffer, pH 8.0) and evaluated
with a Zeiss Photomicroscope III or a Zeiss Axiophot equipped with a
double band pass filter (Zeiss). Microphotographs were taken with
AGFACHROM 1000 RS or Kodak Ektachrome 400 color slide films.
RESULTS
Isolation and Molecular Characterization of YAC Clones for
the BCR Gene and the Protooncogenes c-raf-1, c-fms, and
c-erbB-2
Nine YAC clones containing the BCR gene or the protoon-
cogenes c-raf-1, c-fms, or c-erbB-2, respectively, were isolated
by PCR screening of the Washington YAC library established
from human genomic DNA. Each of the nine isolated YAC
strains was checked for the presence of expected gene-specific
sequences by Southern blot analysis of digested DNA samples.
The amplified PCR products and previously characterized on
cogene sequences from the cloned region [obtained from ATCC(see "Materials and Methods")] were used as DNA hybridiza
tion probes for these analyses. Each isolated YAC carried the
expected sequences (data not shown), although two clones
which contained c-erbB-2 sequences (A153G3 and B217G7)
were later found to contain additional DNA from chromosomal
regions apparently unrelated to the c-erbB-2 gene (see the CISS
hybridization experiments described below). PFGE of three of
the nine clones (A230A7, D107B4, and A168H4) showed mi
nor YAC bands which were related to the major YAC band of
the respective clone as indicated by Southern blot hybridization
with the respective oncogene probes. The seven oncogene-
bearing YAC clones which apparently contain DNA only from
the expected human genomic regions are listed in Table 1.
Alu-PCR amplification from an aliquot of melted agarose
plugs containing 100 ng of YAC clone DNA yielded numerous
bands of 0.1 to at least 4 kilobases in length for each clone (Fig.
1). The size and intensity of individual bands were found to be
specific and reproducible for each YAC clone. YAC clones
which were isolated for the same genomic site all showed some
bands with apparently identical position and intensity, while
other bands were distinctly different. These results confirm
that PCR screening of the YAC library yielded different YAC
clones for the BCR gene and the protooncogenes c-raf-1 and
c-erbB-2.
High Resolution Mapping of Alu-PCR-amplified YAC Clones
Alu-PCR-amplified probes obtained for each of the nine
isolated YAC clones were used for CISS hybridization on
Table 1 YAC clones with DNA only from expected human genomic regions
YAC clone Gene Size (kilobases)
B99EI
D107F9
D73A7
BCR
BCR
c-fms
115
215
205
D122A5A230A7A168H4
D107B4c-erbB-2
c-erbB-2c-raf-1
c-raf-I500
115(135)"550
(420)
240(210)
Â°Numbers in parentheses, secondary YAC band of the indicated size, related
to the primary YAC band (both contain the expected sequences), also present in
the YAC-bearing yeast strain.
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Fig. 1. Agarose gel (1.2%) of Alu-PCR-ampÃ¼fied YAC clone DNA. Lanes I
to 4, c-erbB-2 YAC clones AI53G3, B217G7, D122A5, and A230A7; Lanes 5
and 6, BCR YAC clones D107F9 and B99E11; Lanes 7 and 8, c-raf-I YAC clones
A168H4 and D107B4; Lane 9. c-fms YAC clone D73A7; marker Lane A, X/
Hind\\\; marker Lane B, 123-base pair ladder.
normal human metaphase and prometaphase spreads (46, XY,
approximately 800 to 1000 band level) (Fig. 2). Prometaphase
chromosome spreads were GTG banded prior to CISS hybrid
ization. For each YAC clone, at least 50 metaphase spreads
and 25 prometaphase spreads were evaluated, and the localiza
tion of the signals was compared with the localizations of the
respective genes reported elsewhere (32-34). Fig. 2, E to L,
shows examples of the high resolution mapping of site-specific
YAC clones. The two BCR YACs mapped to 22ql 1, the two c-
raf-1 YACs mapped to 3p25, the c-fms YAC mapped to 5q33,
and two of the c-erbB-2 clones (D122A5 and A230A7) mapped
exclusively to 17q 12-21.1 (see Fig. 2, A to D, for examples).
However, two of the four YAC clones obtained for the c-erbB-
2 protooncogene (A153G3 and B217G7) showed additional
band-specific signals on other autosomes (data not shown).
These clones were excluded from further experiments.
Application of Alu-PCR-amplified YAC Clones in the Analysis
of Structural Chromosome Aberrations
Analysis of Metaphase Spreads. The Alu-PCR-amplified
YAC clones were used to delineate specific deletions and trans-
locations (Fig. 3). In each case a minimum of 50 tumor meta
phase spreads was evaluated. Even metaphase spreads with very
poor spreading could be easily evaluated.
Fig. 3A shows a metaphase spread from a patient with 5qâ€”
syndrome after two-color CISS hybridization with a human
chromosome 5 genomic DNA library and the biotinylated c-
fms YAC probe D73A7. The hybridization signal of the c-fms
YAC clone is visible only on the normal chromosome 5. In the
other chromosome 5 the signal is lost because of an interstitial
deletion involving the c-fms protooncogene (32).
Fig. 3D shows a metaphase spread with t(9;22)(q34;q 11) from
a patient with CML after CISS hybridization with the BCR
YAC clone D107F9. The normal chromosome 22, the Phila
delphia (Ph1) chromosome, and the der(9) are clearly labeled.
These results were obtained with both BCR YAC clones
D107F9 and B99E1 in three CML patients and in one patient
with ALL carrying the Ph1 chromosome (data not shown).
These results demonstrate that both clones span the breakpoint
cluster region on chromosome 22 involved in these patients.
Notably, the relative signal intensities observed on the der(9)
differed for the two clones; i.e., the signals obtained with B99E1
were considerably weaker than with D107F9.
Fig. 3F shows a metaphase spread from a patient with APL
carrying the translocation t(15;17)(q22;q21). Two-color CISS
hybridization was performed with a human chromosome 17
genomic library and the c-erbB-2 YAC clone A230A7. The
hybridization signal of the YAC clone is visible on the normal
chromosome 17 and the translocation chromosome (17pterâ€”Â»
17q21::15q22â€”Â»ISqter).The same result was obtained with the
c-erbB-2 clone D122A5 (data not shown). These findings con
firm directly that the breakpoint in APL is distal to the c-erbB-
2 sequences contained in these clones (35).
Fig. 3(7 shows a metaphase spread from an individual carry
ing the constitutional translocation t(3;8)(pl4.2;q24). Two-
color CISS hybridization was performed with a chromosome 3
genomic library and the c-raf-1 YAC clone A168H4. The
hybridization signal of the YAC clone is visible on the normal
chromosome 3 and the translocation chromosome (Spterâ€”>
8q24::3pl4.2â€”>3pter). As expected, the breakpoint in 3p is
proximal to the c-raf-1 sequences contained in these clones.
Analysis of Interphase Nuclei. Alu-PCR-generated probes
from YAC clones yielded specific signals in interphase nuclei.
The intensity of these signals varied with different clones, but
was generally comparable to signals obtained from chromo
some-specific alphoid probes. For example, Fig. 4 shows the
result of CISS hybridization of the c-raf-1 YAC probe A168H4
to normal lymphocyte nuclei. Table 2 shows the results of
interphase cytogenetics performed with the seven band-specific
YAC clones both in normal lymphocytes and in cells with the
specific structural aberrations described above. These data were
fully consistent with the conclusions obtained by the analysis
of metaphase spreads. Interphase nuclei carrying the
t(3;8)(pl4.2;q24) translocation showed two signals after CISS
hybridization with the c-raf-1 YAC clone A168H4. Additional
painting of chromosome 3 showed large and small domains
both carrying a c-raf-1 YAC-specific signal, while a third me
dium-sized domain did not (Fig. 3/). CISS hybridization of the
c-fms YAC clone D73A7 to lymphocyte interphase nuclei of
three patients with 5qâ€”syndrome showed one distinct green
signal only in most nuclei (Table 2), which was located within
one of the two red-painted chromosome 5 domains (compare
Fig. 3, B and C). Interestingly, Patient 1 showed only 2 of 200
interphase nuclei with a normal painting pattern; i.e., two
chromosome 5 domains both carrying the c-fms YAC clone
signal, while 24% and 35% normal nuclei, respectively, were
observed in Patients 2 and 3. For comparison, Patient 1 showed
only metaphase spreads carrying the del(5q) (n = 34), while
Patient 2 and Patient 3 showed 9% (n = 46) and 34% (n = 21)
normal metaphase spreads. The differences between the per
centages of normal and aberrant metaphase spreads and inter-
phase nuclei in Patient 2 suggest that metaphase cell popula
tions are not necessarily representative of the heterogeneity of
normal and tumor cells present in the interphase cell popula
tion. CISS hybridization of the BCR YAC clone D107F9 to
tumor interphase nuclei of a patient with CML showed that
most nuclei contained three signals, as expected from a clone
overlapping the breakpoint region in 22ql 1 (Fig. 3Â£).
DISCUSSION
In this study we have screened a human YAC library for YAC
clones containing the BCR gene and the protooncogenes c-raf-
1, c-fms, and c-erbB-2. Seven YAC clones contained sequences
from these genes and showed signals exclusively within the
bands to which the respective genes have been previously
mapped. The localization of the two c-erbB-2 clones could be
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Fig. 2. Whole metaphase spreads after CISS hybridization of Alu-PCR-amplified probes from the BCR YAC D107F9 (A), the c-raf-1 YAC A168H4 (B), the c-
fms YAC D73A7 (C), and the c-erbB-2 YAC DI22A5 (D). Biotinylated probes were detected with avidin-FITC. Chromosomes were counterstained with propidium
iodide. E to L, high-resolution mapping of Alu-PCR-amplified YAC clones. Prometaphase chromosomes were GTG banded (Fig. 3, / to L) and used for CISS
hybridization after destaining. Biotin-labeled probes were detected with avidin-FITC. Chromosomes were counterstained with propidium iodide (Fig. 3, E to H). E
and /, partial prometaphase with chromosome 22 indicating the localization of the BCR YAC clone D107F9 on 22ql I (arrow). Fand J. partial prometaphase with
chromosome 3 indicating the localization of the c-raf-l YAC clone AI68H4 on 3p25 (arrow). G and A",partial prometaphase with chromosome 5 indicating the
localization of the c-fms YAC clone D73A7 on 5q33 (arrow). H and L, partial prometaphase with two chromosomes 17 indicating the localization of the c-erbB-2
YAC clone A230A7 on 17qi2-21.1 (arrows).
narrowed down to 17q 12-q21.1. The signals obtained with Alu-
PCR-amplified YAC clones in metaphase spreads and inter-
phase nuclei are clearly superior to signals which can generally
be obtained with individual bacteriophage or cosmid clones.
These strong signals, combined with a low background, make
these probes ideal for tumor interphase cytogenetics and allow
analyses using conventional fluorescence microscopy.
Recently, it has been demonstrated that interphase cytoge
netics can also be applied to paraffin-embedded sections from
solid tumors (36-38). We are presently exploiting the possibil
ities of using the c-raf-l YAC clones to diagnose deletions of
3p in several solid tumors, such as renal cell carcinomas (39)
and small cell carcinomas of the lung (40). In addition, the c-
erbB-2 YACs may provide a useful tool to study the possible
amplification of this region in patients with breast cancer (41,
42).
As demonstrated for the two BCR YAC clones in the case of
CML and ALL cells with t(9;22)(q34;ql 1), small populations
of interphase tumor cells carrying a specific translocation can
be easily distinguished from normal interphase cell populations
with YAC clones spanning the breakpoint region of interest.
Similarly, tumor cell populations carrying a specific deletion
can be discriminated from normal cells as exemplified for the
c-fms YAC clone in several cases with the 5q- syndrome. The
ability to diagnose specific chromosome aberrations at the
single cell level makes interphase cytogenetics particularly use
ful to study heterogeneous cell populations. The unequivocal
classification of individual nuclei, however, may be complicated
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Fig. 3. Metaphase spread (A) and interphase nuclei (B and C) of a patient with 5qâ€”syndrome after two-color CISS hybridization with a biotinylated Alu-PCR-
amplified probe of c-/ms YAC clone D73A7 (detection with avidin-FITC, green) and with a digoxigenin-labeled bacteriophage library from sorted human chromosomes
5 (detection with TRITC-conjugated antibodies, red). In A, the normal chromosome 5 shows strong specific labeling with the c-/mj YAC on both chromatids, while
the signal is missing on the deleted chromosome 5. In B, two nuclei exhibit one signal of the c-/ms YAC clone only. In C, the same nuclei show two chromosome 5
domains. Note that the c-fms signal shown in B colocalizes with one domain. Metaphase spread (D) and interphase nucleus (E) of a patient with CML exhibiting the
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Fig. 4. Five normal lymphocyte nuclei with two signals each obtained after
CISS hybridization with the c-raf-l YAC AI68H4. Alu-PCR-generated, biotiny-
lated probes were detected with avidin-FITC. Nuclei were counterstained with
propidium iodide.
Table 2 Results of interphase cytogenetics performed with the seven band-specific
YAC clones
The number of evaluated nuclei was 200 to 400.
YAC clone
Chromosome
status
No. of signals in
interphase nuclei (%)
c-raf-l
D107B4 Normal diploid
A168H4 Normal diploid
A168H4 t(3;8)
c-erbB-2
D122A5 Normal diploid
A230A7 Normal diploid
A230A7 t(15;17)
1 I 97 1
0 3 97 0
0 2 95 2
86 10
89 2
91 1
c-fmsD73A7D73A7D73A7D73A7Normal
diploiddel(Sq);
Patient1del(5q);
Patient2del(5q);
Patient 311003987665931243530000000
BCR
B99E11 Normal diploid 0 5 93 20
D107F9 Normal diploid 1 3 90 6 0
D107F9 t(9;22) 2 6 28 62 2
by incomplete hybridization of a fraction of nuclei resulting in
an underestimation of the true number of specific targets pres
ent in these cells (false negatives) or by artifactual fluorescent
spots in nuclei which are counted as true signals (false positives).
In cell populations containing both normal cells and tumor
cells, false negatives would simply result in an underestimate
of the fraction of tumor cells. A definitive decision, however,
of whether or not the cell population would contain tumor cells
could still be reached by a sufficiently large sample size. In
contrast, false positives could lead to the erroneous diagnosis
that a small percentage of tumor cells were still present within
a large majority of normal cells. A strategy to discriminate
artifactual from true signals could be based on multiple-color
in situ hybridization experiments (8, 43, 44). For example, the
discrimination of background spots from true hybridization
signals can be facilitated by simultaneous painting of the target
chromosome to which the respective YAC clone maps. In this
case, interphase signals are counted only if they are found within
the corresponding chromosome domain. Alternatively, false
positives could be avoided by applying multiple-color in situ
hybridization of probes which span the breakpoint of interest
and flank it on both sites (8). Obviously, the chance of side-by-
side localization of differently colored artifactual spots should
be a rare event. Evaluation of such multiple-color in situ hy
bridization experiments will be very much facilitated by recent
developments in digital fluorescence microscopy (45). In partic
ular, the intriguing prospects of the automated evaluation of
cells with specifically painted chromosome aberrations using
digital image analysis could result in a tremendous reduction
of the human workload (46). Direct labeling of DNA probes
with fluorochromes has recently become possible and will fur
ther facilitate the application of multiple-color in situ hybridi
zation (8, 43).
ACKNOWLEDGMENTS
We thank Brigitte Schoell for expert technical assistance and Ange
lika Wiegenstein for photographic work. We are grateful to Dr. G.
Kovacs and A. Kovacs for providing metaphase spreads from the
lymphoblastoid cell line with t(3;8)(ql4.2;q24) and to Dr. Lore Zech
for discussions.
REFERENCES
1. Cremer, T.. Lichter. P.. Borden, J., Ward, D. C., and Manuelidis, L. Detec
tion of chromosome aberrations in metaphase and interphase tumor cells by
in situ hybridization using chromosome-specific library probes. Hum. Genet.,
Â«0:235-246. 1988.
2. Lichter, P., Cremer, T.. Borden, J., Manuelidis, L., and Ward, D. C. Delin
eation of individual human chromosomes in metaphase and interphase cells
by in situ suppression hybridization using recombinant DNA libraries. Hum.
Genet., SO:224-234, 1988.
3. Pinkel, D., Landegent. J.. Collins. J.. Fuscoe. J.. Segraves. R., Lucas, J., and
Gray. J. W. Fluorescence in situ hybridization with human chromosome
specific libraries: detection of trisomy 21 and translocation of chromosome
4. Proc. Nati. Acad. Sci. USA. 85: 9138-9142. 1988.
4. Arnoldus. E. P. J., Wiegant. J., Noordermeer, I. A.. Wessels. J. W., Bever-
stock, G. C.. Grosveld, G. C., van der Ploeg. M.. and Raap. A. K. Detection
of the Philadelphia chromosome in interphase nuclei. Cytogenet. Cell Genet.,
54: 108-111, 1990.
5. Tkachuk, T. C., Westbrook, C. A., Andreeff, M.. Donlon, T. A., Cleary, M.
L., Suryanarayan. K., Homge, M.. Redner. A., Gray, J., and Pinkel. D.
Detection of her uhi fusion in chronic myelogeneous leukemia by //; situ
hybridization. Science (Washington DC), 250: 559-561, 1990.
6. Goa, J., Erickson, P., Gardiner, K., Le Beau, M. M.. Diaz, M. O.. Patterson,
!>.. Rowley, J. D.. and Drabkin. H. A. Isolation of a yeast artificial chromo
some spanning the 8:21 translocation breakpoint t(8:21)(q22:q22.3) in acute
myelogenous leukemia. Proc. Nati. Acad. Sci. USA, 88: 4882-4886, 1991.
7. Seller!, L., Hermanson. G. G., Eubanks. J. H., Lewis, K. A., and Evans, G.
A. Molecular localization of the 1(11;22)(q24;ql2) translocation of Ewing
sarcoma by chromosomal in situ suppression hybridization. Proc. Nati. Acad.
Sci. USA, Â«A:887-891, 1991.
8. Ried, T., Lengauer, C., Cremer, T., Wiegant, J., Raap, A. K., van der Ploeg,
M., Groitl. P., and Lipp, M. Specific metaphase and interphase detection of
the breakpoint region in 8q24 of Burkitt lymphoma cells by triple color
translocation t(9;22)(q34;ql 1) after CISS hybridization with the biotinylated Alu-PCR-amplified BCR YAC D107F9 detected with avidin-FITC. In D, note signals
on both chromatids of the normal chromosome 22 (large arrow), the Ph1 chromosome (small arrow), and the derivative chromosome 9 (9pterâ€”Â»9q34::22ql1â€”Â»22qter)
(arrowhead). Chromosomes are counterstained with propidium iodide. In /, in correspondence with the result obtained in the metaphase spreads, the interphase
nucleus clearly exhibits three signals. /â€¢'.metaphase spread with a translocation t( 15;17)(q22;q21 ) obtained from a patient with APL after two-color CISS hybridization
with the biotinylated Alu-PCR-amplified c-erbB-2 YAC A230A7 (green signals) and with a digoxigenin-labeled plasmid library from sorted human chromosomes 17
(red). Signals from the c-erbB-2 YAC can be observed on both chromatids of the normal chromosome 17 (large arrow) and the derivative chromosome 17 (small
arrow). The arrowhead points to the translocated chromosome 17 material on the derivative chromosome 15. Metaphase spread (G) and interphase nucleus (/) of a
proband carrying the constitutional translocation t(3;8)(pl4.2:q24) after two-color CISS hybridization with the biotinylated Alu-PCR-amplified c-raf-l YAC A168H4
(green signals) and with a digoxigenin-labeled bacteriophage library from sorted human chromosomes 3 (red). Signals of the c-ra/YAC clone can be observed on both
chromatids of the normal chromosome 3 (large arrow) and the derivative chromosome 8 together with the translocated chromosome 3 material (small arrow). In the
derivative chromosome 3, the chromosome 3 material (3pl4.2â€”>3qter) is painted red (arrowhead). H. DAPI picture of the same metaphase as shown in G. In /. the
corresponding interphase nucleus is weakly outlined by background red fluorescence and shows three bright red domains representing the normal chromosome 3 and
the two translocation chromosomes with chromosome 3 material. Note that only the large normal chromosome 3 domain (large arrow) and the small domain
(3pl4.2â€”>3pter)contained in the derivative chromosome 8 (small arrow) show colorali/.it ion with green c-raf-l signals.
2595
METAPHASE AND INTERPHASE CYTOGENETICS WITH YAC CLONES
fluorescence in situ hybridization. Genes Chromosomes Cancer, 4: 69-74,
1992.
9. Burke, D. T., Carle, G. F., and Olson, M. V. Cloning of large segments of
exogenous DNA into yeast by means of artificial chromosome vectors.
Science (Washington DC), 236: 806-812, 1987.
10. Rowley, J. D., Diaz, M. O., Espinosa, R., Palei, J. D., van Melle, E., Ziemin,
S., Taillon-Miller. P., Lichter, P., Evans, G. A., Kersey, J. H., Ward, D. C,
Domer, P. H., and Le Beau, M. M. Mapping chromosome band Ilq23 in
human acute leukemia with biotinylated probes: identification of Ilq23
translocation breakpoints with a yeast artificial chromosome. Proc. Nati.
Acad. Sci. USA, 87: 9358-9362, 1990.
11. Wada, M., Little, R. D.. Abidi, F., Porta, G., Labella, T., Cooper, T., DellaValle, G., D'Urso, M., and Schlessinger, D. Human Xq24-Xq28: approaches
to mapping with yeast artificial chromosomes. Am. J. Hum. Genet., 46: 95-
106. 1990.
12. Heitz, D., Rousseau, F., Devys, D., Saccone, S., Abderrahin, Hâ€žLe Paslier,
D.. Cohen, D., Vincent, A., Toniolo, D., Della Valle, G., Johnson, S.,
Schlessinger, D., OberlÃ©,I., and Mandel, J. L. Isolation of sequences that
span the fragile X and identification of a fragile X-retarded CpG island.
Science (Washington DC), 251: 1236-1239, 1991.
13. Montanaro, V., Casamassimi, A., D'Urso, M., Yoon, J. Y., Freije, W.,
Schlessinger, D., Muenke, M., Nussbaum, R. L.. Saccone, S., Maugeri, S.,
Santoro, A. M., Motta, S., and Della Valle, G. In situ hybriiization to
cytogenetic bands of yeast artificial chromosomes covering 50% of human
Xq24-Xq28 DNA. Am. J. Hum. Genet., 48: 183-194, 1991.
14. Nelson, D. L., Ledbetter, S. A., Corbo, L., Victoria, M. F., Ramirez-Sous,
R., Webster, T. D., Ledbetter, D. H., and Caskey, C. T. Alu polymerase
chain reaction: a method for rapid isolation of human-specific sequences
from complex DNA sources. Proc. Nati. Acad. Sci. USA, 86: 6686-6690,
1989.
15. Lengauer, C., Green, E. D., and Cremer, T. Fluorescence in situ hybridization
of YAC clones after Alu-PCR amplification. Genomics, in press, 1992.
16. Yunis, J. J. High resolution of human chromosomes. Science (Washington
DC), 191: 1268-1270, 1976.
17. Klever, M., Grond-Ginsbach, C., Scherthan, H., and Schroeder-Kurth, T.
Chromosomal in situ suppression hybridization after Giemsa banding. Hum.
Genet., 86:484-486, 1991.
18. van Dilla, M. A., Deaven, L. L., Albright, K. L., Allen, N. A., Aubuchon, M.
R.. Bartholdi, M. F., Brown, N. C, Campbell, E. W., Carrano, A. V., Clark,
L. M., Cram, L. S., Crawford, B. D., Fuscoe, J. C., Gray, J. W., Hildebrand,
C. E., Jackson, P. J., Jett, H. J.. Longmire, J. L., Lozes, C. R., Luedemann,
M. L., Martin, J. C., McNinch, J. S., Meincke, L. J., Mendelsohn, M. L.,
Meyne, J., Moyzis, R. K., Munk, A. C., Perlman, J., Peters, D. C, Silva, A.
W., and Trask, B. J. Human chromosome-specific DNA libraries: construc
tion and availability. Biotechnology. 4: 537-552, 1986.
19. Collins, C. C., Kuo, W. L., Segraves, R., Fuscoe, J. C., Pinkel, D., and Gray,
J. W. Construction and characterization of plasmid libraries enriched in
sequences from single human chromosomes. Genomics, / /: 997-1006,1991.
20. Maniatis. T., Fritsch, E. F.. and Sambrook, J. Molecular Cloning: A Labo
ratory' Manual. Cold Spring Harbor, NY: Cold Spring Harbor Laboratory,
1982.
21. Bonner, T. I., Kerby, S. B., Sutrave, P., Gunnell, M. A., Mark, G., and Rapp,
U. R. Structure and biological activity of human homologs of the raf/mil
oncogene. Mol. Cell Biol., 5: 1400-1407, 1985.
22. Coussens, L., Van Beveren, C., Smith, D., Chen, E., Mitchell, R. L., Isacke,
C. M., Verma, I. M., and Ullrich, A. Structural alteration of viral homologue
of receptor proto-oncogene ftns at carboxyl terminus. Nature (Lond.), 320:
277-280, 1986.
23. Yamamoto, T., Ikawa, S., Akiyama, T., Semba, K., Nomura, N., Miyajima,
N., Saito, T., and Toyoshima, K. Similarity of protein encoded by the human
c-erb-B-2 gene to epidermal growth factor receptor. Nature (Lond.), 319:
230-234, 1986.
24. Heisterkamp. N., Stam, K., Groffen, J., de Klein, A., and Grosveld, G.
Structural organization of the ber gene and its role in the Ph' translocation.
Nature (Lond.), 315: 758-761. 1985.
25. Green. E. D., and Olson, M. V. Systematic screening of yeast artificial
chromosome libraries by use of the polymerase chain reaction. Proc. Nati.
Acad. Sci. USA. 87: 1213-1217. 1990.
26. Huxley, C., Green, E. D., and Dunham, I. Rapid assessment of S. cerevisiae
mating type by PCR. Trends Genet.. 6: 236, 1990.
27. Chu, G., Vollrath, D., and Davis, R. W. Separation of large DNA molecules
by contour-clamped homogeneous electric fields. Science (Washington DC),
234: 1582-1588, 1986.
28. Feinberg, A. P., and Vogelstein, B. A technique for radiolabeling DNA
restriction endonuclease fragments to high specific activity. Anal. Biochem.,
137:266-261. 1984.
29. Langer, P. R., Waldrop, A. A., and Ward, D. C. Enzymatic synthesis of
biotin-labeled polynucleotides: novel nucleic acid affinity probes. Proc. Nati.
Acad. Sci. USA, 78: 6633-6637, 1981.
30. Lichter, P., Tang, C. J. C, Call, K., Hermanson, G., Evans, G. A., Housman,
D., and Ward, D. C. High resolution mapping of human chromosome 11 by
in situ hybridization with cosmid clones. Science (Washington DC), 247:64-
69, 1990.
31. Pinkel, D., Gray, J. W., Trask, B., van den Engh, G., Fuscoe, J., and van
Dekken, H. Cytogenetic analysis by in situ hybridization with fluorescently
labeled nucleic acid probes. Cold Spring Harbor Symp. Quant. Biol., 51:
151-157, 1986.
32. Le Beau, M., Westbrook, C. A., Diaz, M. O., Larson, R. A., Rowley, J. D.,
Gasson, J. C., Golde, D. W., and Sherr, C. J. Evidence for the involvement
of GM-CSF and FMS in the deletion (5q) in myeloid disorders. Science
(Washington DC), 231: 984-987, 1986.
33. Groffen, J., Stepenson. J. R., Heisterkamp, N., de Klein, A., Bartram, C. R.,
and Grosveld, G. Philadelphia chromosomal breakpoints are clustered within
a limited region ber on chromosome 22. Cell, 36: 93-99, 1984.
34. Bonner, T., O'Brien, S. J., Nash, W. G., Raap, C. R., Morton, C. C., and
Leder, P. The human homologs of the raf (mil) oncogene are located on
human chromosomes 3 and 4. Science (Washington DC), 223: 71-74, 1984.
35. Borrow, J., Goddard, A. D., Sheer, G., and Solomon, E. Molecular analysis
of acute promyelocytic leukemia breakpoint cluster region on chromosome
17. Science (Washington DC), 259: 1577-1580, 1990.
36. Emmerich, P., Jauch, A., Hofman, M. C., Cremer, T., and Walt, H. Inter-
phase cytogenetics in paraffin embedded sections from testicular germ cell
tumor xenografts and in corresponding cultured cells. Lab. Invest., 61: 235-
242, 1989.
37. Walt, H., Emmerich, P., Cremer, T., Hofman, M. C., and Bannwart, F.
Supernumary chromosome 1 in interphase nuclei of atypical germ cells in
paraffin-embedded human seminiferous tubulus. Lab. Invest., 61: 527-531,
1989.
38. Hopman. A. H. N., Poddighe, P. J., Smeets, W. A. G. B., Moesker, O., Beck,
J. L. M., Vooijs, G. P., and Ramaekers, F. C. S. Detection of numerical
chromosome aberrations in bladder cancer by in situ hybridization. Am. J.
Pathol., 135: 1105-1117, 1989.
39. Kovacs, G., Erlandsson, R., Boldog, F., Ingvarsson, S., Muller-Brechlin, R.,
Klein, G., and Sumegi, J. Consistent chromosome 3p deletion and loss of
heterozygosity in renal cell carcinoma. Proc. Nati. Acad. Sci. USA, 85:1571-
1575, 1988.
40. Brauch, H., Tory, K., Kotler, F., Gazdor, A. F., Pettengill, O. S., Johnson,
B., Graziano, S., Winton, T., Buys, C. H. C. M., Sorenson, G. D., Poiesz,
B. J., Minna, J. D., and Zbar, B. Molecular mapping of deletion sites in the
short arm of chromosome 3 in human lung cancer. Genes Chromosomes
Cancer, /: 247-255, 1990.
41. Slamon, D. J., Clark, G. M., Wong, S. G., Levin, W. J., Ullrich, A., and
McGnire, W. L. Human breast cancer: correlation of relapse and survival
with amplification of the HER-2/neu oncogene. Science (Washington DC),
235: 177-182, 1987.
42. McCann, A. H., Dervan, P. A., O'Regan, M., Codd, M. B., Gullick, W. J.,
Tobin, B. M. J., and Carney, D. N. Prognostic significance of c-erbB-2 and
estrogene receptor status in human breast cancer. Cancer Res., 5/: 3296-
3303, 1991.
43. Wiegant, J., Ried, T., Nederlof, P. M., van der Ploeg, M., Tanke, H. J., and
Raap, A. K. In situ hybridization with fluoresceinated DNA. Nucleic Acids
Res., 19: 3237-3241, 1991.
44. Nederlof, P. M., van der Flier, S., Wiegant, J., Raap, A. K., Tanke, H. J.,
Ploem, J. S., and van der Ploeg, M. Multiple fluorescence in situ hybridiza
tion. Cytometry, 11: 126-131, 1990.
45. Lichter, P., Boyle, A. L., Cremer, T., and Ward, D. C. Analysis of genes and
chromosomes by non-isotopic in situ hybridization. Genet. Anal. Tech. Appi.,
S: 24-35, 1991.
46. Cremer, T., Remm, B., Kharboush, L, Jauch, A., Wienberg, J., Stelzer, E.,
and Cremer, C. Non-isotopic in situ hybridization and digital image analysis
of chromosomes in mitotic and interphase cells. Revue Europeene de Tech
nologie Biomedicale, 13: 50-54, 1991.
2596
